The nucleotide sequence of the chicken myb proto-oncogene putative promoter region was determined and compared with the corresponding sequence of the mouse c-myb gene (1). 118 bp upstream from the initiation codon suggested by Gerondakis and Bishop (2) 
INTRODUCTION
©IRL Press Limited, Oxford, England. (2, 10 ). An identical exon-intron organization has been reported for the mouse c-myb gene (35) .
The two chicken c-myb cDNA sequences reported so far, namely the B-cell lymphoma cDNA (2) and the thymus cDNA (10) , differ at their 5' ends. It has been proposed (2) that this diversity results from alternative splicing.
Recently, the chicken c-myb genomic region corresponding to the B-cell lymphoma-specific 5 1 end of cDNA has been localized and sequenced (33) . Some preliminary results have been reported indicating that the chicken genomic sequences homologous to the non-coding region at the thymus-specific 5' end of cDNA are located several kilobases upstream from the B-cell lymphomaspecific genomic sequences (33) . To explain these observations, it has been proposed that different promoter regions are used to initiate c-myb gene transcription in haematopoietic cells of different origins (33) . However, no hybridization data showing the genomic localization of the thymus-specific cDNA sequence or confirming its presence within the thymus c-myb mRNA are available to date.
The same initiation codon for the c-myb protein has been suggested in mouse (1, 11) , chicken B-cell lymphoma (2), and human (12) (45) (Fig. 4) , PstI, or BamHI (not shown).
MATERIALS AND METHODS

Sources
Homologous sequences in DNAs from mouse, man, lizard, and frog were detected under stringent hybridization conditions (Fig. 4A) and in carp DNA under relaxed hybridization conditions (Fig. 4B) . No hybridization was observed with Drosophila (Fig. 4A,B) , yeast, or Escherichia coli (data not shown) DNAs. In lanes with chicken, mouse, lizard, and carp DNAs (Fig. 4) the c-myb gene, i. e. in the same position as in the chicken and mouse genes. Southern blots of human genomic DNA digested with various restriction enzymes were hybridized with the "EC" probe. There were intense bands (Fig. 5) visible on the background of a smeared signal (see below). The sizes of the intense-band fragments were in good agreement with the sizes of the corresponding restriction fragments derived from the restriction map of Majello et al. (12) (not shown).
In human DNA a background of a smeared signal is seen (Figs. 4,5) . Under relaxed hybridization conditions, multiple faint bands appeared on the background in addition to the intense band (Fig. 5B) . This indicates that the evolutionarily conserved element is homologous to a family of human repetitive sequences.
DISCUSSION
Possible function of evolutionarily conserved element
The conservation of the element in vertebrates does not seem to reflect merely its common evolutionary origin, since both the sequences surrounding the element (Fig. 3) tion codon in c-myb cDNAs (1, 2, 10, 11) show no conservation in chicken and mouse. It ia likely that the element sequences have remained invariant because of their functional importance. One can suggest several roles for the element. The simplest explanation would be that it represents a proteinencoding exon of a gene overlapping the c-myb gene. However, the pattern of sequence conservation does not support this possibility. There are two 1-bp and one 2-bp deletions and five single-base substitutions in the mouse sequence when compared with the chicken sequence (Fig. 3) . The deletions shift any potential open reading frame in both DNA strands. In addition, all the single base substitutions (Fig. 3) would produce amino acid changes in the potential protein in the only reading frame, out of six possible, which is open in both animals (data not shown). The two coding sequences with frameshifts and amino acid-changing mutations should contain many silent base substitutions, the most frequent mutations in the protein-encoding portions of related genes in general (see for example 50, 51) and of the vertebrate c-myb genes in particular (1,2,10-13). However, this is not the case.
All in all, there is much more similarity between the two sequences at the DNA level than at the potential protein level; a situation inverse to Alternatively, the element may represent an unusual transcription regulatory region to which several closely neighbouring trans-acting factors may bind. This possibility is supported by the fact that one of the DNase Isensitive sites in the mouse c-myb gene (3) lies at the 5' end of the element.
The assumptions about the regulatory role of the conserved element would be applicable equally well to a gene overlapping the c-myb gene. However, our preliminary results indicate that sequences between the putative initiation codon and the Dral site (see Fig. 1 ) hybridize only with the c-myb mRNA on Southern blots of chicken thymus poly(A) RNA.
Experiments are being undertaken to examine the above hypotheses.
